Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.040; wR factor = 0.098; data-to-parameter ratio = 14.4.
In the title compound, C 24 H 25 N 3 O 2 S 2 , the piperidine ring adopts a distorted boat conformation. The phenyl rings subtend angles of 75.6 (1) and 86.3 (1) with the mean plane of the piperidine ring. In the crystal, molecules are linked through a network C-HÁ Á ÁN hydrogen bonds, forming zigzag chains along [100] . The thiadiazol ring methyl group is disordered over two positions with an occupancy ratio of 0.69 (4):0.31 (4).
Related literature
For the biological activity of piperidine derivatives, see: Aridoss et al. (2009) . For puckering parameters, see: Cremer & Pople (1975) and for asymmetry parameters, see: Nardelli (1983) . For hydrogen-bond motifs, see: Bernstein et al.(1995) .
Experimental
Crystal data C 24 H 25 N 3 O 2 S 2 M r = 451.59 Orthorhombic, P2 1 2 1 2 1 a = 9.1342 (6) Å b = 9.2874 (6) Å c = 27.0454 (14) Table 1 Hydrogen-bond geometry (Å , ). supplementary materials Acta Cryst. (2013) . E69, o845 [doi:10.1107/S1600536813012014] 3,5-Dimethyl-1-{2-[(5-methyl-1,3,4-thiadiazol-2-yl)sulfanyl]acetyl}-2,6-diphenylpiperidin-4-one S. Ganesan, P. Sugumar, S. Ananthan and M. N. Ponnuswamy
Comment
In a way to find piperidin-4-one based lead drug molecules for the antimicrobial therapy, a new series of piperidin-4-one derivatives were prepared by condensing N-Chloroacetyl-2,6-diphenylpiperidin-4-one with 5-Methyl-1,3,4-thiadiazole-2thiol. Report suggests that the substitution at chloro position of N-chloroacetyl-2,6-diphenylpiperidin-4-one alters the activity of parent compounds (Aridoss et al., 2009) . 5-Methyl-1,3,4-thiadiazole-2-thiol is part of a number of cephalosporanic drugs viz Cefazolin and responsible for its activity. Keeping these two facts in mind, we have prepared a series of piperidin-4-ones. The present investigation was undertaken to establish the molecular structure and conformation of the title compound by X-ray diffraction method.
The ORTEP plot of the molecule is shown in Fig. 1 . The piperidine ring adopts distorted boat conformation with the puckering parameters (Cremer & Pople, 1975) and the asymmetry parameters (Nardelli,1983) The crystal packing reveals that the symmetry related molecules are linked through a network of C-H···O, C-H···N & C-H···S types of intra and intermolecular interactions. The hydrogen bonded network play a role in stabilizing the molecules in the unit cell ( Fig. 2 ). Interesting to note that the C22-H22B···N3 and C22-H22B···N2 interactions together constitute a pair of bifurcated donor bonds as shown in Fig. 3 (Bernstein et al., 1995) .
Experimental
To anhydrous DMF (10 ml), N-chloroacetyl-3,5-dimethyl-2,6-diphenylpiperidin-4-one (1 mole), 5-Methyl-1,3,4-thiadiazole-2-thiol(1 mole) followed by potassium carbonate (1.5 mole) was added and stirred for 1 hr at room temperature.
The reaction mass was heated to 60° C and stirred. The reaction was monitored using TLC. After completion of reaction, the reaction mass was quenched into water and the product was extracted with dichloromethane. The dichloromethane layer distilled completely and to the residue methanol was added and kept overnight. The solid obtained was filtered and dried at 60° C under vacuum. Single crystal was obtained by re-crystallization using ethanol. supplementary materials sup-2 Acta Cryst. (2013) . E69, o845
Refinement N and C-bound H atoms were positioned geometrically (C-H = 0.93-0.98 Å) and allowed to ride on their parent atoms, with U iso (H) = 1.5U eq (C) for methyl H atoms and 1.2U eq (C) for all other H atoms. The methyl atom (C25) is disordered over two set of positions with refined site-occupancies ratio of 0.69 (4)/0.31 (4). Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 1.0350 (2) 0.5239 (2) 0.36260 (7) 0.0672 (6) S1
Computing details

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
1.01181 (9) 0.68920 (7) 0.44633 (2) 0.0565 (2) 
